Figure 1 . 



1 acquire data 

2 process signal 

3 separate colors 

4 remove primers 

5 track sizes 

6 extract profiles 



Figure 2. 




Figure 3. 



z 




x y 



Figure 4. 



I Size Profiles ! 



mm 




Figure 5. 



7 derive allelic ladder 

8 transform coordinates 

9 quantitate trace 

10 analyze data 



Figure 6. 



[Size Profiles I 



HA99-0004 D16 L18 




250 
Base Pairs 



270 280 



Figure 7. 



[Allele View I 



mm 



Final 



312 324 



agm+.gel : D2S1338 : 12 : sample 1 1 
Priority 



29 



Quality 0.92511 1 priority ▼ | 



D2S1338(5^am):288-348bptetranucleotide 




350 



"i — i — mi — =m — tt — : ~~r" 



[DWA] 



iillliili I I i i 



2| , . ■ 
ALLELES 



I ■ I .T 



allele 324.3 
ladder 324.3 
label 324 



286 294 302 310 318 326 334 342 350 



■ 1 : ■ ii.i i—i 



286 294 302 310 318 326 334 342 350 



4> 



Figure 8. 



□ 



i Allele View Genotype i 



BIS 



Ladder Siae 

300.4 

324.3 



Deviation 
+0.0 
+0.0 



sgw-.gel sampae31 (L33): D2S1338 



GENOTYPES 

Label Designation Allele Size 

300 17 300.4 

334 23 324.3 

QUALITY 
Scare = 0.0000 



PULES FIRED 
Humber .fired = 2 

> peak c e ntering * 

H» desigteted peaks staiLd oomprise a certain percentage of the signal. 
Tins profile's designated peaks contain less than that percentage. 
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In this gerctype, a third peak cantaired too much ERA signal. 
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